. Neighbor-joining tree of the V7 region (18S rRNA gene) datasets for several beetles (based on Kimura 2-parameter method). The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) are shown next to the branches. The analysis involved 27 nucleotide sequences. Evolutionary analyses were conducted in MEGA7.
. Rarefaction curves of the sequencing data of the bacterial 16S rRNA gene amplicons. As the rarefaction curves demonstrate, the depth of the conducted amplicon sequencing covered sufficiently most of the bacterial phylotypes present in the eighteen analyzed larval gut samples. inquisitor -RI) and the order of the individual larva. Only taxa comprising at least 2% relative abundance in at least one sample are presented. Figure S4 . Rarefaction curves of the sequencing data of the fungal ITS amplicons. As the rarefaction curves demonstrate, the depth of the conducted amplicon sequencing covered sufficiently most of the fungal phylotypes present in the seventeen analyzed larval gut samples. One sample (SP_2) was excluded from analysis due to the low sequencing depth. inquisitor -RI) and the order of the individual larva (SP_2 sample was excluded from analysis due to the low sequencing depth). Only taxa comprising at least 2% relative abundance in at least one sample are presented. 
